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Variability in community composition strongly influenced by holdfast ID
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Generalized procrustes rotation1

1Geomorph R package

Describing holdfast phenotypes - Geometric morphometrics
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MARES – Reference sequence database

Most comprehensive COI reference sequence database for marine Eukaryotes: 
1.5M sequences, ~ 72,000 unique species (~ 27% marine species)
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Phenotypic variation is ubiquitous

Phenotypic variation drives variability in 
holdfast community composition

Kelp phenotypes are heritable

Holdfast community composition is 
repeatable among kelp genetic lineages

Changes in the genetic composition of kelp 
populations will have an indirect effect on 
the distribution of biodiversity
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